Glutamine Synthetase Sensitivity to Oxidative Modification during Nutrient Starvation in Prochlorococcus marinus PCC 9511 by Gómez-Baena, Guadalupe et al.
RESEARCH ARTICLE
Glutamine Synthetase Sensitivity to
Oxidative Modification during Nutrient
Starvation in Prochlorococcus marinus PCC
9511
Guadalupe Gómez-Baena1*, María Agustina Domínguez-Martín1, Robert P. Donaldson2,
José Manuel García-Fernández1, Jesús Diez1
1 Departamento de Bioquímica y Biología Molecular, Edificio Severo Ochoa, Universidad de Córdoba,
Córdoba, Spain, 2 Department of Biological Sciences, The George Washington University, Washington, D.
C., United States of America
* v52gobag@uco.es
Abstract
Glutamine synthetase plays a key role in nitrogen metabolism, thus the fine regulation of
this enzyme in Prochlorococcus, which is especially important in the oligotrophic oceans
where this marine cyanobacterium thrives. In this work, we studied the metal-catalyzed oxi-
dation of glutamine synthetase in cultures of Prochlorococcus marinus strain PCC 9511
subjected to nutrient limitation. Nitrogen deprivation caused glutamine synthetase to be
more sensitive to metal-catalyzed oxidation (a 36% increase compared to control, non
starved samples). Nutrient starvation induced also a clear increase (three-fold in the case of
nitrogen) in the concentration of carbonyl derivatives in cell extracts, which was also higher
(22%) upon addition of the inhibitor of electron transport, DCMU, to cultures. Our results
indicate that nutrient limitations, representative of the natural conditions in the Prochloro-
coccus habitat, affect the response of glutamine synthetase to oxidative inactivating sys-
tems. Implications of these results on the regulation of glutamine synthetase by oxidative
alteration prior to degradation of the enzyme in Prochlorococcus are discussed.
Introduction
Prochlorococcus is a marine cyanobacterium responsible for an important part of the primary
production in the intertropical oceans where it is the dominant photosynthetic organism [1–
4]. Its ability to cope with the oligotrophic conditions in its natural habitat is a critical part of
its life strategy [4–9] and therefore, studying nutrient assimilation is crucial to understand the
success of Prochlorococcus in the ocean.
Nitrogen is the most important nutrient controlling primary productivity in the marine
environment, together with iron and phosphorus [10]. The preferred nitrogen source for all
the Prochlorococcus strains studied so far is ammonium [11, 12] and the glutamine synthetase/
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glutamate synthase (GS/GOGAT) pathway is the main route to incorporate it into the carbon
backbones. Previous work [13–16] showed that GS from Prochlorococcus is not sensitive to
some of the classical regulatory pathways found in other cyanobacteria [17]. For instance, GS
activity does not respond either to changes in nitrogen or light availability [13, 14] despite the
increase in the expression of glnA [18], gene encoding for GS subunits, observed under nitro-
gen limitation. Previous studies from our group demonstrated that GS and isocitrate dehydro-
genase (ICDH) are susceptible to metal-catalyzed oxidation (MCO) in vitro [16, 19] as has
been described for GS from different organisms [20–27]. Metalloproteins, as GS, are especially
sensitive because they possess a metal binding site in their molecular structure to accommodate
the metal cofactor (Mg2+ or Mn2+ in the case of GS) needed in the enzymatic reaction. Cations
such as Fe2+ and Cu1+ can also bind to the metal binding site of the enzyme. These metals
are highly reactive with hydrogen peroxide (Fenton reaction) provoking the formation of reac-
tive oxygen species (ROS) that can promote the oxidation of surrounding amino acids in the
enzyme (recently reviewed [28]).
Our group described that, in Prochlorococcus, this regulatory system consists of two conse-
cutive steps: the enzyme is first inactivated, and then cleaved by endoproteases into several
fragments of 40, 32 and<10 kDa [16]. The inactivation is prevented by the presence of the
physiological substrates for the GS and the loss of activity can be partially restored by the addi-
tion of ATP, reflecting the potential physiological role of this regulatory system in Prochloro-
coccus [16]. Previous results suggested that MCO could be implicated in the regulation of GS
under stress conditions such as stationary phase adaptation [16]. The conservation of such a
regulatory mechanism in Prochlorococcus is a very interesting feature in relation to the marked
reduction in the genome size and the consequential streamlining of regulation pathways in this
organism [29–34].
The detection of carbonyl groups has been used as a marker for oxidative damage produced
under several physiological and pathological conditions [35, 36], since carbonyl derivatives are
formed in proteins as a consequence of the MCO reaction. Therefore, in the present work we
have first investigated whether MCO promotes the in vitro carbonylation of GS by using two
inactivating model systems: NADH/Fe3+ and ascorbate/Cu2+. Then, we explored the involve-
ment of MCO in the regulation of GS under nutrient starvation. Finally, we further character-
ized the effect of electron transport inhibitors and darkness on the carbonylation of GS.
Materials and Methods
Strains and culturing
Prochlorococcus marinus strain PCC 9511 (surface adapted, axenic) was cultured in polycar-
bonate Nalgene flasks using PCR-S11 medium as described by Rippka and coworkers [37].
Cells were grown at 24°C under continuous blue irradiance (40 μmol quanta m-2 s-1). Growth
was determined by measuring the culture absorbance at 674 nm. Cells at the exponential phase
of growth were harvested by centrifugation at 30,100 g for 5 min at 4°C. After pouring off most
of the supernatant and carefully pipetting out the remaining medium, the pellet was directly
resuspended in cold 50 mM Tris-HCl pH 7.5 (2 mL buffer per litre of culture) and stored at –
20°C until used.
Experiments requiring darkness, 2,5-dibromo-3-methyl-6-isopropyl-p-benzoquinone
(DBMIB) or 3-(3,4-dichlorophenyl)-1,1-dimethylurea (DCMU) were prepared as previously
described [13]. For experiments involving nutrient starvation, 10 L cultures at 0.05 units of
A674 were used. Aliquots of 2 L were centrifuged at 30,000 g for 5 min at 24°C, and the pellets
obtained were washed and resuspended with PCR-S11 medium lacking one of the nutrients
and compared to cells resuspended in complete medium (controls).
GS Sensitivity to Oxidation during Starvation in Prochlorococcus
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Preparation of crude extracts
Cells were broken by thawing them in the same Tris buffer used for storage. The broken mate-
rial was centrifuged at 16,100 g for 10 min at 4°C and the resulting supernatant was used.
Inactivation assays
Incubations were prepared as previously described [15]. In the inactivation reactions by the
NADH/Fe3+ system, crude extracts were incubated at 30°C in a solution containing 0.2 mM
FeCl3 and 5 mMNADH. In the case of the ascorbate/Cu
2+ system, incubations were carried
out at 4°C in a solution containing 0.2 mM CuCl2 and 10 mM ascorbate.
Enzymatic assays
GS transferase activity was determined as previously described [13].
Spectrophotometric quantification of carbonyl groups
Carbonyl derivatives were quantified using the method described by Levine [38] with the mod-
ifications of Nguyen and Donaldson [39].
Immunochemical detection of carbonylated proteins
Carbonylated proteins were detected using the Oxyblot Protein Oxidation Detection Kit (Che-
micon International). SDS-PAGE was performed as described [40], by loading same amounts
of total protein (15 μg) on a MiniProtean III system (Bio-Rad), using 12% resolving and 4%
stacking gels. Samples were transferred for 50 min at 150 mA to a nitrocellulose membrane
(Sigma) utilizing a Trans-Blot SD system (Bio-Rad). After transfer, the membrane was treated
as follows: washing for 15 min with T-TBS buffer (20 mM Tris-HCl pH 7.5 supplemented with
155 mMNaCl and 0.1% Tween 20); blocking with T-TBS containing 5% non fat milk for 1 h
and washing twofold for 15 s with T-TBS buffer. Oxidized proteins were detected with anti-1,3
dinitrophenylhydrazone (anti-DNP) antibodies (Chemicon International), diluted 1:150 in 1%
non fat milk in T-TBS. Anti-immunoglobulin from rabbit produced in goat, linked with horse-
radish peroxidase (Bio-Rad) diluted 1:6000 was used as secondary antibody. Supersignal West
Pico Chemiluminiscent Substrate (Pierce, Inc.) and Kodak Biomax Light film were used to
visualize antibody binding. The membrane was subsequently stripped for 5 min using 3 M gua-
nidine-thiocyanate and reprobed with anti-GS antibodies from Synechocystis PCC 6803 (pre-
pared in rabbit and kindly provided by Prof. Florencio and Dr. Muro-Pastor). These antibodies
show a high specificity against GS from Prochlorococcus cell extracts and have been character-
ized previously by using rocket immunoelectrophoresis and western blotting in studies with
Prochlorococcus [13–15, 41]. Molecular masses of proteins were estimated by using molecular
mass markers (Bio-Rad, 161–0305, pre-stained, low range).
Antioxidant activity
The antioxidant activities of extracts obtained from cultures subjected to the different treat-
ments were determined applying the ABTS+ radical cation decolorization assay [42]. The stable
ABTS+ radical cation was generated by incubating 7 mM of ABTS (2,2'-azino-bis(3-ethylben-
zothiazoline-6-sulphonic acid)) with 2.45 mM of potassium persulfate for 12–16 h. Then, the
mixture was diluted in 50 mM Tris-HCl pH 7.5 until the absorbance at 734 nm reached about
0.7 ± 0.2 units. Equivalent volumes of cells extracts containing 30 μg of protein were added and
the absorbance checked after 6 min. The data shown correspond to the percentage of absor-
bance lost with respect to a control assay with no cell extract added.
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Immunoprecipitation of GS
Cells extracts of Prochlorococcus sp. PCC 9511 subjected to different conditions of nutrient
starvation and energy deprivation were assessed by GS immunoprecipitation, coupled to the
carbonylation assay, SDS-PAGE and western blot analysis. A volume of extract containing
750 μg of protein was mixed with 40 μL of immunoprecipitation buffer (20 mM Tris-HCl, pH
7.5, 1% Triton X-100, 150 mMNaCl, 10% glycerol, 1 mM Na3VO4, 50 mMNaF, 2 mM EDTA,
1 mM PMSF) with protein G Sepharose (GE Healthcare) and 6 μg of the Synechocystis anti-GS
antibodies, incubated at 4°C overnight with rotation. Then, the sample was washed with the
immunoprecipitation buffer and the pellets resuspended in 50 μL of Tris 50 mM EDTA 1 mM
pH 7.4. A western blot using the anti-GS antibodies with aliquots of the same samples (10 μL)
was done in order to confirm that GS had been immunoprecipitated.
Carbonylation of the immunoprecipitated GS
Immunoprecipitated samples were subjected to the carbonylation protocol following the
method previously described [43]. 10 μL of these samples were subjected to SDS-PAGE per-
formed on a Mini-Protean III system (Bio-Rad) using 12% resolving and 4% stacking gels.
Extracts were transferred to a nitrocellulose membrane (Sigma) utilizing a semidry Trans-Blot
Turbo Transfer System (Bio-Rad). Transfer was performed for 30 min at 100 mA. After trans-
fer the membrane was treated as follows: 15 min washing with TBS-T buffer (20 mM Tris-HCl
pH 7.4, 150 mMNaCl and 0.1% Tween 20); 2 h blocking with TBS-T containing 1% bovine
serum albumin and washing three-fold for 15 min with TBS-T buffer. GS was detected using as
primary antibody the anti- Synechocystis GSI diluted 1:3000 (v/v) in TBS-T 1% bovine serum
albumin (overnight incubation with shaking at 4°C) and washing three-fold for 15 min with
TBS-T buffer. Incubation with secondary antibody (goat anti-rabbit-immunoglobulin, linked
with peroxidase, Sigma) diluted 1:2000 (v/v) in TBS-T was performed for 30 min with shaking
at room temperature followed by three 15 min washing with TBS-T buffer. Then the immunor-
eacting material was detected by using the ECL Plus Western Blotting Detection System
(Amersham), adding 400 μL of solution A supplemented with 400 μL of solution B. The chemi-
luminescent signal was detected using a LAS-3000 camera (Fujifilm) and images analyzed
using Multi-Gauge V3.0 (Fujifilm). Molecular mass was estimated by comparison with molec-
ular markers provided by gTPbio (bioBLU Prestained Protein Ladder).
Protein concentration determination
Protein concentration of soluble fractions was determined by the Bio-Rad Protein assay,
according to the instructions of the manufacturer, using bovine serum albumin as standard.
When samples contained SDS, the Micro BCA protein assay (Pierce) was used according to the
instructions of the manufacturer, using bovine serum albumin and the appropriate amount of
SDS in the standard.
Statistical analysis
Experiments were carried out at least with three independent biological samples. The results
are shown with the standard deviation. Significance of data was assessed by using the Student's
T test, and indicated in tables with asterisks:  means p value 0.05;  means p value 0.01.
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Results
GS is carbonylated in vitro in the presence of the NADH/Fe3+ and the
ascorbate/Cu2+ MCO systems
In order to study whether MCO promotes the carbonylation of the GS from Prochlorococcus,
cell extracts were incubated in the presence of two inactivating systems that promote the for-
mation of reactive oxygen species: NADH/Fe3+ and ascorbate/Cu2+; the inactivating effects of
both systems have been previously described [15]. Aliquots were taken at 0 and 60 min after
addition of the MCO systems and treated as described in Materials and Methods for the immu-
nodetection of oxidized proteins. Carbonylated proteins were detected by western blot, mem-
branes were then stripped and reprobed for GS identification. As expected, the carbonylated
proteins increased in the samples exposed to the MCO systems, while in the control samples
no bands were detected in our experiments (Fig 1). In Fig 1, zero times correspond to aliquots
taken immediately after adding the MCO system (buffer in the case of the controls). The reac-
tion is so rapid that this lapse of time seems to be enough to promote carbonylation in the pro-
teins. This rapid effect was also seen in previous studies when measuring GS inactivation [15,
16]. Once the membranes were re-developed using specific anti-GS antibodies, we observed
that this enzyme seems to be one of the proteins carbonylated in the presence of the MCO sys-
tems. Using specific anti-GS antibodies, it was also evident a faint band of about 50 kDa in the
samples incubated for 60 min in the presence of the MCO systems, likely corresponding to one
of the degradation products described in a previous work [16].
It is noteworthy that we detected two bands corresponding to GS, with very similar sizes,
when samples were processed to detect oxidized proteins (Fig 1, red arrows). This fragmenta-
tion of GS was an artifact induced by the acidic pH of the DNPH dilution buffer which con-
tains TFA, since it also happened when we incubated the extracts with the control buffer
without DNPH provided in the Oxyblot kit (not shown).
Effect of nutrient starvation on the oxidative modification of GS in
Prochlorococcus
The implication of oxidative modification in the regulation of GS under nitrogen, iron and
phosphorus starvation was explored, since these nutrients have been considered the main lim-
iting nutrients in the oligotrophic areas of the oceans [44], and their absence affects the regula-
tion of GS in Prochlorococcus [14].
Prochlorococcus cultures were subjected to nitrogen, phosphorus and iron starvation as
described in Materials and Methods. Samples were collected after 48 h. To determinate the GS
sensitivity to MCO inactivation, crude extracts were incubated in the presence/absence of the
NADH/Fe3+ system. Nitrogen and to a lesser extent iron, starvation had a significant effect,
making GS transferase activity more sensitive to MCO (Table 1), while phosphorus starvation
did not promote an increase in the inactivation rate of GS.
In order to better understand the effect of nutrient starvation on the cultures, we performed
three types of measurement (without MCO treatment): antioxidant activity, concentration of
carbonyl derivatives and immunodetection of carbonylated proteins. Antioxidant activity of
crude extracts was measured in order to determine whether the inactivation of GS was due to
an overproduction of ROS in the cultures subjected to nitrogen starvation. However, these
conditions did not significantly alter the antioxidant activity with respect to control cultures.
Control samples showed 26.02 ± 2.24% of antioxidant capacity while -N, -P and -Fe showed
21.38 ± 2.64%, 21.29 ± 4.85% and 30.8 ± 2.3% respectively, using 30 μg of protein in the assay.
The concentrations of carbonyl derivatives were also quantified (Table 2). Nitrogen starvation
GS Sensitivity to Oxidation during Starvation in Prochlorococcus
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promoted the formation of an amount of carbonyl derivatives 3-fold higher than that measured
in the control cultures (Table 2). Finally, immunochemical detection of oxidized proteins was
carried out in crude extracts obtained from cultures subjected to nutrient starvation (Fig 2),
loading the same amount of protein per lane (15 μg). There was a clear increase of carbonylated
Fig 1. Immunochemical detection of carbonylated proteins. To characterize in vitro the effect of the MCO systems we utilized cell extracts from cultures
collected in the logarithmic stage of growth (0.05 units of absorbance at 674 nm). Inactivation assays were prepared as stated in Materials and Methods and
samples taken at the indicated times. Oxidized proteins were DNPH derivatized and identified by using anti-DNP antibodies. The same nitrocellulose
membrane was stripped and reprobed with anti-GS antibodies. The mass, 57 kDa, indicated on the panels corresponds to the molecular mass of the GS
band relative to molecular mass markers. The two arrows indicate the two bands of very similar size obtained as an artifact due to the conditions of the DNPH
derivatization.
doi:10.1371/journal.pone.0135322.g001
Table 1. Effect of essential nutrient starvation on the inactivation of GS transferase activity by the
NADH/Fe3+ system.
Culture condition GS transferase activity (%)
No addition NADH/Fe3+
Control 98.16 ± 3.17 44.19 ± 2.21
- N 100.65 ± 0.92 28.34 ± 2.25**
- P 100.00 ± 0.00 44.60 ± 1.66
- Fe 103.50 ± 4.94 38.55 ± 2.17*
Samples were taken after 48 h starvation. Crude extracts were incubated in the presence and in the
absence of 5 mM NADH and 0.2 mM FeCl3. Results show the transferase activity measured after 60 min
incubation. 100% activity corresponds to the activity obtained from each condition at zero time. Data are
averages of three independent experiments, determined in triplicate ± standard deviations. T-test
signiﬁcance **p value 0.01, *p value 0.05.
doi:10.1371/journal.pone.0135322.t001
GS Sensitivity to Oxidation during Starvation in Prochlorococcus
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proteins under nitrogen and iron limitation, indicating the relationship between nutrient star-
vation and the carbonylation state of proteins. Slight carbonylation was also detected in the
case of phosphorus starvation.
Relationship between the redox balance and the carbonylation of GS
Previous results indicate that DCMU, an inhibitor of the photosynthetic electron transport
chain, can trigger the oxidative modification of GS in Prochlorococcus [16], therefore, we quan-
tified the carbonyl derivative concentrations in cultures treated with DCMU and DBMIB, two
inhibitors of the photosynthetic electron chain, acting respectively before and after the plasto-
quinone (PQ) pool [45]. These results were also compared with those obtained when cells were
cultured under darkness (Table 3). Carbonyl concentrations increased in extracts from DCMU
treated cultures, while in those treated with DBMIB and those subjected to darkness, carbonyl
concentration did not change with respect to the control cultures. We also analyzed protein
carbonylation under these conditions. Extracts were treated for carbonyl detection as described
in Materials and Methods and western blots were carried out. In the case of control and dark
cultures, the protein oxidation rate was almost identical (Fig 3). However, DCMU and DBMIB
treatments increased the oxidation of proteins relative to control cultures, more so in the case
of DCMU.
Immunoprecipitation of GS from Prochlorococcus PCC 9511 under
different conditions
In order to confirm that GS is one of the enzymes carbonylated in our study, we performed the
immunoprecipitation and subsequent carbonylation analysis of this enzyme from extracts of
Prochlorococcus PCC 9511 subjected to different conditions. As quality control step, an aliquot
of the immunoprecipitation mixture was taken and a western blot using specific anti-GS anti-
bodies was performed before carbonylation analysis (not shown). This western revealed a
single band with a molecular weight of ca. 57 kDa. This result demonstrated that the protein
obtained through the immunoprecipitation was GS.
Then, the immunoprecipitated GSs from different conditions were subjected to immuno-
chemical detection of carbonylation (Fig 4). When anti-DNP antibodies were used, a double
band with the molecular weight of ca. 57 kDa was detected, showing that GS is carbonylated
under all three nutrient starvation conditions examined in the present work, while a faint band
Table 2. Effect of essential nutrient starvation on the carbonyl derivatives concentrations.
Culture condition DNP concentration (%)
Control 100 ± 32.8
- N 316 ± 18.0 **
- P 150 ± 26.3
- Fe 159 ± 15.1 *
Starved cultures were prepared as indicated in Materials and Methods. Samples were taken after 48 h of
treatments in the indicated conditions. Crude extracts were used to quantify carbonyl derivatives
concentrations as described in Materials and Methods. Measurements were normalized to protein
concentration in the corresponding cell extract. Data are averages of three independent experiments,
determined in triplicate ± standard deviations. 100% corresponds to the average concentration obtained
from a control culture incubated in the same conditions as the starved cultures for 48 h (4.30 nmol DNP/mg
protein). T-test signiﬁcance **p value 0.01,* p value 0.05.
doi:10.1371/journal.pone.0135322.t002
GS Sensitivity to Oxidation during Starvation in Prochlorococcus
PLOSONE | DOI:10.1371/journal.pone.0135322 August 13, 2015 7 / 14
was detected in the control sample. The carbonylation level of GS increased with the time of
N starvation (Fig 4, lanes 2 and 3); this suggests that GS carbonylation is a process actually
involved in the physiological regulation of this enzyme in Prochlorococcus. Carbonylation was
also evident in the case of DCMU addition, confirming our previous findings, and darkness,
while similar levels to control were obtained in the case of DBMIB. These results support the
hypothesis that GS from Prochlorococcus PCC9511 is carbonylated under the different treat-
ments studied in the present work.
Fig 2. Effect of nutrient starvation on the carbonylation of proteins in Prochlorococcus extracts. The
cells were subjected to nutrient starvation for 48 h beyond the logarithmic stage of growth. Crude extracts
from starved cultures were analyzed for protein oxidation as indicated in Materials and Methods. The same
amount of protein (15 μg) was loaded per lane: (C) control, (-N) nitrogen starvation, (-P) phosphorus
starvation, (-Fe) iron starvation. Oxidized proteins identified with anti-DNP antibodies. The mass, 57 kDa,
indicated on the panel corresponds to the molecular mass of the GS band relative to molecular mass
markers.
doi:10.1371/journal.pone.0135322.g002
Table 3. Effect of the redox state of the cells on the carbonyl derivatives concentrations.
Culture condition DNP concentration (%)
Control 100 ± 6.25
DCMU 0.3 μM 122 ± 5.16**
DBMIB 0.06 μM 99 ± 9.75
Darkness 92 ± 3.17
Samples were taken after 24 h treatments in the indicated conditions. Crude extracts were used to quantify
carbonyl derivatives concentrations as described in Materials and Methods. Measurements were
normalized to protein concentration in the corresponding cell extract. Data are averages of three
independent experiments, determined in triplicate ± standard deviations. 100% corresponds to the average
concentration obtained from a control culture incubated for 24 h in the same conditions as the treated
cultures (24.01 nmol DNP/mg protein). T-test signiﬁcance **p value 0.01.
doi:10.1371/journal.pone.0135322.t003
GS Sensitivity to Oxidation during Starvation in Prochlorococcus
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Discussion
During the last 30 years, research on protein modification prior to degradation has evolved sig-
nificantly. Initial investigations in Escherichia coli and Klebsiella aerogenes showed that GS was
one of the proteins rapidly degraded when cells were subjected to nitrogen starvation, this pro-
cess being under metabolic control [25, 46]. These works established the hypothesis that oxida-
tive modification of specific proteins could function as a mechanism for cellular regulation
(reviewed in [47]), and not only as an aberrant consequence of the metabolism which organ-
isms have to cope with, as initially expected.
Previous studies from our group have demonstrated that GS from Prochlorococcus is sensi-
tive to MCO inactivation and subsequent degradation, showing that changes in the redox state
of the cell and the aging of the cultures could act as triggering signals for the MCOmodifica-
tion of this key enzyme [15, 16]. In the present work we further characterized the effect of
changes in the cell redox state, also testing whether limitation of essential nutrients could initi-
ate oxidative modification of GS in Prochlorococcus.
Adaptation to oligotrophic conditions seems to be one of the main selective forces in Pro-
chlorococcus strains [4, 5, 11, 48, 49]. Cyanobacteria have evolved different mechanisms to
cope with nutrient starvation. One of the most important ways to conserve energy is to recycle
amino acids obtained from the degradation of nonessential proteins [50], which could act as
substrates for the synthesis of proteins needed for adaptation to nutrient limitation [51]. MCO
systems leading to inactivation and later degradation of proteins might be particularly useful in
organisms such as Prochlorococcus, for which recycling of organic matter is most important.
This hypothesis fits nicely with previous reports showing the importance of amino acid [52]
and nucleotide [53] recycling in Prochlorococcus.
Our results suggest that GS from Prochlorococcus could be oxidatively regulated under
nitrogen starvation. This is particularly interesting, given that the GS inactivating factors
Fig 3. Effect of DCMU, DBMIB and darkness on the carbonylation of proteins in Prochlorococcus
extracts. The cells were incubated with the inhibitors and under darkness for 24 h beyond the logarithmic
stage of growth. DNPH derivatized proteins detected as described in Materials and Methods. The same
amount of protein (15 μg) was loaded per lane: (C) control, (DC) DCMU, (DB) DBMIB, (DK) darkness.
Oxidized proteins were identified by using anti-DNP antibodies. The mass, 57 kDa, indicated on the panel
corresponds to the molecular mass of GS band relative to molecular mass markers.
doi:10.1371/journal.pone.0135322.g003
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described in other cyanobacterial strains (IF7 and IF17) seem to be absent in the Prochlorococ-
cus genus [54]. In a recent work we showed that GS is one of the proteins affected by redox
modification under nitrogen starvation [41]. In the present work we show that the concentra-
tion of carbonyl derivatives in nitrogen-starved cultures is three-fold higher than that in the
control cultures, reinforcing the hypothesis of nitrogen starvation promoting oxidative modifi-
cation of proteins. Furthermore, GS in nitrogen-starved cultures is more sensitive to MCO
inactivation (Table 1) and is carbonylated (Fig 4). Previous results have shown that GS activity
and protein does not change significantly under nitrogen starvation [13] while glnA expression
is upregulated under nitrogen starvation [18]. Since the concentration of a given protein is the
result of synthesis and degradation, regulation by oxidative modification fits nicely within this
picture: GS would be irreversibly tagged for degradation by carbonylation, hence synthesis
would need to be increased to keep the enzyme at the same concentration in the cell. Further
studies on protein turnover kinetics would offer more information about this issue.
Iron starvation also seems to be a signal promoting the oxidative modification of GS (Fig 4).
This is not unexpected based on the results from studies focused on the relationship between
Fig 4. Immunoprecipitation of GS under different experimental conditions. The cells were incubated under the different conditions for 24–48 h beyond
the logarithmic stage of growth. After this period, GS was immunoprecipitated and analyzed for protein oxidation detection as described in Materials and
Methods. Oxidized GS was identified by using anti-DNP antibodies: (C) control, (-N 24 h) and (-N 48 h) nitrogen starvation at 24 and 48 h, (-Fe) iron
starvation, (-P) phosphorus starvation, (DK) darkness, (DC) DCMU, (DB) DBMIB.
doi:10.1371/journal.pone.0135322.g004
GS Sensitivity to Oxidation during Starvation in Prochlorococcus
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iron and redox homeostasis in cyanobacteria [55–57]. In Prochlorococcus, GS activity decreases
drastically in iron-starved cultures, along with a marked decrease in total protein concentration
[14]. The previous studies along with the observations presented here indicate that GS could be
oxidatively modified and degraded under iron starvation, since GS activity is more sensitive to
MCO inactivation and the GS protein is carbonylated under these conditions.
We also explore if oxidative modification could be involved in the regulation of GS under
phosphorus starvation since previous work demonstrated that GS activity decreases under P
limitation [13]. Fig 2 shows considerable carbonylation correlating well with the carbonyl
derivatives quantification in the extract (Table 2). However, the activity is not affected by the
addition of MCO (Table 1) and the level of carbonylation in the immunoprecipitated GS is
similar to that in the control samples. Hence, the lost in GS activity observed under phosphorus
starvation [13] can not be clearly attributed to oxidative modification.
The oxidative modification of molecules induced by ROS has been related to a wide range of
physiological processes. Photosynthetic organisms produce ROS continuously through the
leakage of electrons from the electron transport chain, particularly when the energy absorbed
exceeds the capacity of electron transfer. The inhibition of the electron transport exerted by
DCMU and DBMIB promotes an increase on the production of ROS [58]. In a previous study,
we showed that the presence of DCMU, DBMIB and darkness made GS transferase activity
more sensitive to the MCO inactivating systems, and degradation of GS was enhanced in the
presence of DCMU. Antioxidant capacity was also altered in the presence of DCMU, being
50% lower than that observed in the control samples [16]. In the present work we observed an
increase in the concentration of carbonyl derivatives (Table 3) and we demonstrated that GS is
carbonylated in DCMU-treated cultures (Figs 3 and 4). GS was also carbonylated under dark-
ness and at a lower extent in the presence of DBMIB, suggesting its modification by ROS (Figs
3 and 4). However, the different behaviour of the two inhibitors was striking. Recent studies
have proposed the existence of a plastoquinol terminal oxidase in some Prochlorococcus strains,
including the strain used in this work [59]. One of the functions reported for this protein is the
modulation of the PQ pool redox state: the plastoquinol terminal oxidase catalyzes the electron
transfer to oxygen [60] when the PQ pool is highly reduced, as happens in the presence of
DBMIB. The existence of this activity could explain the lower damaging effect promoted by
DBMIB compared with that of DCMU. GS carbonylation under darkness (Fig 4) is quite unex-
pected. More experiments focused on the proteases responsible for degradation are needed to
confirm if is a consequence of the accumulation of carbonylated GS due to restricted degrada-
tion under energy deprivation. These results together with those obtained in a previous work
[16], support the hypothesis that changes in the redox state of the cells promote the oxidation
of GS in Prochlorococcus.
It is widely accepted that many different stimuli activate the production of ROS as part of
the intracellular responses to changes in environmental conditions. Redox regulatory mecha-
nisms present a clear advantage: they are very rapidly triggered, since ROS themselves act as
messenger molecules. In Prochlorococcus, redox regulated degradation of proteins could help
to cope with starvation for essential nutrients, such as nitrogen and iron, through amino acid
recycling thus contributing to a better adaptation to the natural limitations of the Prochlorococ-
cus habitat.
The present work is a step forward in the characterization of the regulation of GS by oxida-
tive modification. In previous works we have characterized the inactivation [15] and degrada-
tion of GS [16], using in vitro models and different culture conditions. In the present work, we
intended to investigate whether GS is carbonylated during oxidative modification since carbon-
ylation has been described as a tagging system prior degradation. Hence, in the first section
we show that MCO in vitro systems promote extensive carbonylation. Then, we explore GS
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carbonylation under different culture conditions (without adding MCO systems) to show that
GS carbonylation occurs in some cases, being particularly clear the case of nitrogen starvation,
iron starvation and DCMU.
Acknowledgments
We thank Dr. N. Tandeau de Marsac, R. Rippka (Institut Pasteur, Paris, France) and Dr. F. Par-
tensky and F. Le Gall (Station Biologique, Roscoff, France) for providing Prochlorococcus
strains. We acknowledge the kind collaboration of Carlos Massó de Ariza and the “Odón de
Buen” crew (Instituto Español de Oceanografía) for supplying the seawater. Anti-GS antibodies
against GS from Synechocystis sp. PCC 6803 were kindly provided by Dr. M.I. Muro-Pastor
and Prof. J. Florencio (Instituto de Bioquímica Vegetal y Fotosíntesis, Sevilla, Spain).
Author Contributions
Conceived and designed the experiments: GGB MAD-M RPD JMG-F JD. Performed the
experiments: GGB MAD-M JD. Analyzed the data: GGB MAD-M RPD JMG-F JD. Contrib-
uted reagents/materials/analysis tools: GGB MAD-M RPD JMG-F JD. Wrote the paper: GGB
MAD-M RPD JMG-F JD.
References
1. Goericke R, Welschmeyer N (1993) The marine prochlorophyte Prochlorococcus contributes signifi-
cantly to phytoplankton biomass and primary production in the Sargasso Sea. Deep Sea Res (I Ocea-
nogr Res Pap) 40: 2283–2294.
2. Liu H, Nolla H, Campbell L (1997) Prochlorococcus growth rate and contribution to primary production
in the Equatorial and Subtropical North Pacific ocean. Aquat Microb Ecol 12: 39–47.
3. Chisholm S, Olson R, Zettler E, Goericke R, Waterbury J, Welschmeyer NA (1988) A novel free living
prochlorophyte abundant in the oceanic euphotic zone. Nature 334: 340–343.
4. Biller SJ, Berube PM, Lindell D, Chisholm SW (2015) Prochlorococcus: The structure and function of
collective diversity. Nat Rev Microbiol 13: 13–27. doi: 10.1038/nrmicro3378 PMID: 25435307
5. Martiny A, Coleman M, Chisholm S (2006) Phosphate acquisition genes in Prochlorococcus ecotypes:
evidence for genome-wide adaptation. Proc Natl Acad Sci USA 103: 12552–12557. PMID: 16895994
6. Moore L, Post A, Rocap G, Chisholm S (2002) Utilization of different nitrogen sources by the marine
cyanobacteria Prochlorococcus and Synechococcus. Limnol Oceanogr 47: 989–996.
7. Van Mooy B, Fredricks H, Pedler B, Dyhrman S, Karl D, Koblizek M, et al. (2009) Phytoplankton in the
ocean use non-phosphorus lipids in response to phosphorus scarcity. Nature 458: 69–72. doi: 10.
1038/nature07659 PMID: 19182781
8. Reistetter EN, Krumhardt K, Callnan K, Roache-Johnson K, Saunders JK, Moore LR, et al. (2013)
Effects of phosphorus starvation versus limitation on the marine cyanobacterium Prochlorococcus
MED4 II: gene expression. Environ Microbiol 15: 2129–2143. doi: 10.1111/1462-2920.12129 PMID:
23647921
9. Muñoz-Marín MC, Luque I, Zubkov MV, Hill PG, Diez J, García-Fernández JM (2013) Prochlorococcus
can use the Pro1404 transporter to take up glucose at nanomolar concentrations in the Atlantic Ocean.
Proc Natl Acad Sci USA 110: 8597–8602. doi: 10.1073/pnas.1221775110 PMID: 23569224
10. Sharp J (1983) The distribuions of inorganic nitrogen and dissolved and particulate organic nitrogen in
the sea. In: Carpenter E. and Capone D., editors. Nitrogen in the marine environment. New York: Aca-
demic Press. pp. 1–35.
11. García-Fernández J, Tandeau de Marsac N, Diez J (2004) Streamlined regulation and gene loss as
adaptive mechanisms in Prochlorococcus for optimized nitrogen utilization in oligotrophic environ-
ments. Microbiol Mol Biol Rev 68: 630–638. PMID: 15590777
12. Meeks J, Wolk C, Thomas J, LockauW, Shaffer P, Austin SM, et al. (1977) The pathways of assimila-
tion of 13NH4+ by the cyanobacterium, Anabaena cylindrica. J Biol Chem 252: 7894–7900. PMID:
410809
13. El Alaoui S, Diez J, Humanes L, Toribio F, Partensky F, García-Fernández JM (2001) In vivo regulation
of glutamine synthetase activity in the marine chlorophyll b-containing cyanobacterium Prochlorococ-
cus sp. strain PCC 9511 (Oxyphotobacteria). Appl Environ Microbiol 67: 2202–2207. PMID: 11319101
GS Sensitivity to Oxidation during Starvation in Prochlorococcus
PLOSONE | DOI:10.1371/journal.pone.0135322 August 13, 2015 12 / 14
14. El Alaoui S, Diez J, Toribio F, Gómez-Baena G, Dufresne A, García-Fernández JM (2003) Glutamine
synthetase from the marine cyanobacteria Prochlorococcus spp.: characterization, phylogeny and
response to nutrient limitation. Environ Microbiol 5: 412–423. PMID: 12713467
15. Gómez-Baena G, Diez J, García-Fernández J, El Alaoui S, Humanes L (2001) Regulation of glutamine
synthetase by metal-catalyzed oxidative modification in the marine oxyphotobacterium Prochlorococ-
cus. Biochim Biophys Acta 1568: 237–244. PMID: 11786230
16. Gómez-Baena G, García-Fernández J, Lopez-Lozano A, Toribio F, Diez J (2006) Glutamine synthe-
tase degradation is controlled by oxidative proteolysis in the marine cyanobacterium Prochlorococcus
marinus strain PCC 9511. Biochim Biophys Acta 1760: 930–940. PMID: 16530332
17. Florencio F, Reyes J (2002) Regulation of ammonium assimilation in cyanobacteria. In: Foyer C. and
Noctor G., editors. Photosynthetic Nitrogen Assimilation and Associated Carbon Metabolism. Dor-
dretch: Kluwer Academic Publishers. pp. 93–113.
18. Tolonen A, Aach J, Lindell D, Johnson Z, Rector T, Steen R, et al. (2006) Global gene expression of
Prochlorococcus ecotypes in response to changes in nitrogen availability. Mol Syst Biol 2: 53. PMID:
17016519
19. Domínguez-Martín MA, López-Lozano A, Diez J, Gómez-Baena G, Rangel-Zuñiga OA, García-Fernán-
dez JM (2014) Physiological regulation of isocitrate dehydrogenase and the role of 2-oxoglutarate in
Prochlorococcus sp. strain PCC 9511. PLOSONE 9: e103380. doi: 10.1371/journal.pone.0103380
PMID: 25061751
20. Humanes L, García-Fernández J, López-Ruiz A, Diez J (1995) Glutamine synthetase from the green
algaMonoraphidium braunii is regulated by oxidative modification. Plant Sci 110: 269–277.
21. Ortega J, Roche D, Sengupta-Gopalan C (1999) Oxidative turnover of soybean root glutamine synthe-
tase. In vitro and in vivo studies. Plant Physiol 119: 1483–1495. PMID: 10198108
22. Aguirre J, HansbergW (1986) Oxidation of Neurospora crassa glutamine synthetase. J Bacteriol 166:
1040–1045. PMID: 2872202
23. Fröhlich V, Fischer A, Ochs G, Wild A, Feller U (1994) Proteolytic inactivation of glutamine synthetase
in extracts from wheat leaves: Effects of pH, inorganic ions and metabolites. Aust J Plant Physiol 21:
303–310.
24. Kimura K, Sugano S (1992) Inactivation of Bacillus subtilis glutamine synthetase by metal-catalyzed
oxidation. J. Biochem. 112: 828–833. PMID: 1363551
25. Levine R, Oliver C, Fulks R, Stadtman E (1981) Turnover of bacterial glutamine synthetase: Oxidative
inactivation precedes proteolysis. Proc Natl Acad Sci USA 78: 2120–2124. PMID: 6113590
26. Martin G, Haehnel W, Böger P (1997) Oxidative inactivation of glutamine synthetase from the cyano-
bacterium Anabaena variabilis. J Bacteriol 179: 730–734. PMID: 9006027
27. Sahakian J, Szweda L, Friguet B, Kitani K, Levine R (1995) Aging of the liver: proteolysis of oxidatively
modified glutamine synthetase. Arch Biochem Biophys 318: 411–417. PMID: 7733671
28. Moller IM, Rogowska-Wrzesinska A, Rao RS (2011) Protein carbonylation and metal-catalyzed protein
oxidation in a cellular perspective. J Proteomics 74: 2228–2242. doi: 10.1016/j.jprot.2011.05.004
PMID: 21601020
29. Biller SJ, Berube PM, Berta-Thompson JW, Kelly L, Roggensack SE, Awad L, et al. (2014) Genomes of
diverse isolates of the marine cyanobacterium Prochlorococcus. Sci Data 1: 140034. doi: 10.1038/
sdata.2014.34 PMID: 25977791
30. Coleman M, Sullivan M, Martiny A, Steglich C, Barry K, DeLong EF, et al. (2006) Genomic islands and
the ecology and evolution of Prochlorococcus. Science 311: 1768–1770. PMID: 16556843
31. Dufresne A, Salanoubat M, Partensky F, Artiguenave F, Axmann I, Barbe V, et al. (2003) Genome
sequence of the cyanobacterium Prochlorococcus marinus SS120, a nearly minimal oxyphototrophic
genome. Proc Natl Acad Sci USA 100: 10020–10025. PMID: 12917486
32. Kettler G, Martiny A, Huang K, Zucker J, Coleman M, Rodrigue S, et al. (2007) Patterns and implica-
tions of gene gain and loss in the evolution of Prochlorococcus. PLOS Genet 3: 2515–2528.
33. Partensky F, Garczarek L (2010) Prochlorococcus: Advantages and Limits of Minimalism. Ann Rev
Mar Sci 2: 305–331. PMID: 21141667
34. Rocap G, Larimer F, Lamerdin J, Malfatti S, Chain P, Ahlgren NA, et al. (2003) Genome divergence in
two Prochlorococcus ecotypes reflects oceanic niche differentiation. Nature 424: 1042–1047. PMID:
12917642
35. Dalle-Donne I, Rossi R, Giustarini D, Milzani A, Colombo R (2003) Protein carbonyl groups as biomark-
ers of oxidative stress. Clin Chim Acta 329: 23–38. PMID: 12589963
36. Levine R, Wehr N, Williams J, Stadtman E, Shacter E (2000) Determination of carbonyl groups in oxi-
dized proteins. Methods in Molecular Biology 99: 15–24. PMID: 10909073
GS Sensitivity to Oxidation during Starvation in Prochlorococcus
PLOSONE | DOI:10.1371/journal.pone.0135322 August 13, 2015 13 / 14
37. Rippka R, Coursin T, HessW, Lichtlé C, Scanlan D, Palinska KA, et al. (2000) Prochlorococcus mari-
nus Chisholm et al. 1992 subsp. pastoris subsp. nov. strain PCC 9511, the first axenic chlorophyll a2/
b2-containing cyanobacterium (Oxyphotobacteria). Int J Syst Evol Microbiol 50: 1833–1847. PMID:
11034495
38. Levine R, Garland D, Oliver C, Amici A, Climent I, Lenz AG, et al. (1990) Determination of carbonyl con-
tent in oxidatively modified proteins. Methods Enzymol 186: 464–478. PMID: 1978225
39. Nguyen A, Donaldson R (2005) Metal-catalyzed oxidation induces carbonylation of peroxisomal pro-
teins and loss of enzymatic activities. Arch Biochem Biophys 439: 25–31. PMID: 15922287
40. Laemmli U (1970) Cleavage of structural proteins during the assembly of the head of bacteriophage T4.
Nature 227: 680–685. PMID: 5432063
41. McDonagh B, Domínguez-Martín MA, Gómez-Baena G, López-Lozano A, Diez J, Bárcena JA, et al.
(2012) Nitrogen starvation induces extensive changes in the redox proteome of Prochlorococcus sp.
SS120. Environ Microbiol Reports 4: 257–267.
42. Re R, Pellegrini N, Proteggente A, Pannala A, Yang M, Rice-Evans C (1999) Antioxidant activity apply-
ing an improved ABTS radical cation decolorization assay. Free Radical Biol Med 26: 1231–1237.
43. Conrad CC, Choi J, Malakowsky CA, Talent JM, Dai R, Marshall P, et al. (2001) Identification of protein
carbonyls after two-dimensional electrophoresis. Proteomics 1: 829–834. PMID: 11503207
44. Capone D (2000) The marine microbial nitrogen cycle. In: Kirchman D., editor editors. Microbial ecology
of the oceans. New York: Wiley-Liss, Inc. pp. 455–493.
45. Trebst A (1980) Inhibitors in the electron flow. Methods Enzymol 69: 675–715.
46. Fulks R, Stadtman E (1985) Regulation of glutamine synthetase, aspartokinase, and total protein turn-
over in Klebsiella aerogenes. Biochim Biophys Acta 843: 214–229. PMID: 2865982
47. Janssen-Heininger Y, Mossman B, Heintz N, Forman H, Kalyanaraman B, Finkel T, et al. (2008)
Redox-based regulation of signal transduction: principles, pitfalls, and promises. Free Radical Biol Med
45: 1–17.
48. Bragg J, Dutkiewicz S, Jahn O, Follows M, Chisholm S (2010) Modeling Selective Pressures on Phyto-
plankton in the Global Ocean. PLOSONE. pp. 1–6.
49. García-Fernández J, Diez J (2004) Adaptive mechanisms of the nitrogen and carbon assimilatory path-
ways in the marine cyanobacteria Prochlorococcus. Res Microbiol 155: 795–802. PMID: 15567272
50. Schwarz R, Grossman A (1998) A response regulator of cyanobacteria integrates diverse environmen-
tal signals and is critical for survival under extreme conditions. Proc Natl Acad Sci USA 95: 11008–
11013. PMID: 9724820
51. Schwarz R, Forchhammer K (2005) Acclimation of unicellular cyanobacteria to macronutrient deficiency:
emergence of a complex network of cellular responses. Microbiology 151: 2503–2514. PMID: 16079330
52. Rangel O, Gómez-Baena G, López-Lozano A, Diez J, García-Fernández J (2009) Physiological role
and regulation of glutamate dehydrogenase in ProchlorococcusMIT9313. Environ Microbiol Reports
1: 56–64.
53. Steglich C, Lindell D, Futschik M, Rector T, Steen R, Chisholm SW (2010) Short RNA half-lives in the
slow-growing marine cyanobacterium Prochlorococcus. Genome Biol 11: R54. doi: 10.1186/gb-2010-
11-5-r54 PMID: 20482874
54. Saelices L, Galmozzi CV, Florencio FJ, Muro-Pastor MI (2011) Mutational analysis of the inactivating
factors, IF7 and IF17 from Synechocystis sp. PCC 6803: critical role of arginine amino acid residues for
glutamine synthetase inactivation. Mol Microbiol 82: 964–975. doi: 10.1111/j.1365-2958.2011.07865.x
PMID: 22023175
55. Latifi A, Jeanjean R, Lemeille S, Havaux M, Zhang C (2005) Iron starvation leads to oxidative stress in
Anabaena sp. strain PCC 7120. J Bacteriol 187: 6596–6598. PMID: 16159797
56. Michel K, Pistorius E (2004) Adaptation of the photosynthetic electron transport chain in cyanobacteria
to iron deficiency: The function of IdiA and IsiA. Physiol Plant 120: 36–50. PMID: 15032875
57. Yousef N, Pistorius E, Michel K (2003) Comparative analysis of idiA and isiA transcription under iron
starvation and oxidative stress in Synechococcus elongatus PCC 7942 wild-type and selected
mutants. Arch Microbiol 180: 471–483. PMID: 14605795
58. Haehnel W, Trebst A (1982) Localization of electron transport inhibition in plastoquinone reactions. J
Bioenerg Biomembr 14: 181–190. PMID: 7096321
59. McDonald A, Vanlerberghe G (2005) Alternative oxidase and plastoquinol terminal oxidase in marine
prokaryotes of the Sargasso Sea. Gene 349: 15–24. PMID: 15777727
60. Cournac L, Latouche G, Cerovic Z, Redding K, Ravenel J, Peltier G (2002) In vivo interactions between
photosynthesis, mitorespiration, and chlororespiration in Chlamidomonas reinhardtii. Plant Physiol
129: 1921–1928. PMID: 12177506
GS Sensitivity to Oxidation during Starvation in Prochlorococcus
PLOSONE | DOI:10.1371/journal.pone.0135322 August 13, 2015 14 / 14
